This is blast protein similarity alignment search for 


qu: syncytin-1 = herv-w member 1 = human endogenous retrovirus 
sb: spike protein sars cov2 


Query: None Query ID: 1cl|Query_3873 Length: 1273 


>unnamed protein product 
Sequence ID: Query_3875 Length: 518 
Range 1: 1 to 518 


<table class="alnParams"> 
<caption class="hdnHeader">Alignment statistics for match #1</caption> 


<tr> 


<th>Nw Score</th><th>Identities</th><th>Positives</th><th>Gaps</th><th 
class="aln_frame ">Frame</th> 


</tr> 
<tr> 


<td>-1364</td> 
<td>133/1274(10%)</td> 
<td>246/1274(19%)</td> 
<td>757/1274(59%)</td> 

<td class="aln_frame "></td> 


</tr> 


</table> 
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NGVEGFNCYFPLQSYGFQPTNGVGYQPYRVVVLSFELLHAPATVCGPKKSTNLVKNKCVN 
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